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DNA polymerase, T4, in recombination, 13 
DNA repair 
double-strand breaks, DNA synthesis errors in recom- 
binational repair in Saccharomyces cerevisiae, 965 
recombinagenic mismatch repair of UV-irradiated 
DNA, 1175 
role of RAD genes in recombination between re- 
peated sequences in yeast, 1199 
DNA synthesis 
bacteriophage @X174 mutations affecting morpho- 
genesis of 50S complex, 1167 
errors, in double-strand break repair in Saccharomyces 
cerevisiae, 965 
Dominance complementation, genetic basis of hetero- 
sis in rice, 745 
Dominance theory, Haldane’s rule, 389 
Drosophila 
analysis of bulge, argos and soba genes, 629 
behavior of (bw?) heterochromatic ele- 
ment, distance and pairing effects, 1007 
cytoplasmic incompatibility in Drosophila sechellia and 
D. mauritiana, 1307 
cytoplasmic incompatibility in Drosophila simulans, 
1319 
fitness of mtDNA in Drosophila pseudoobscura vs. D. 
psersimilis, 537 
lethal-gene allelism in Drosophila subobscura coloniz- 
ing America, 1297 
modifiers of Deformed (Def) function in, 1339 
nucleotide variation at vermilion locus in geographi- 
cally diverse Drosophila melanogaster and D. sim- 
ulans populations, 1019 
Odysseus locus of hybrid-male sterility in Drosophila, 
201 
RNA polymerase II, carboxy-terminal repeat domain 
(CTD) function, 599 
Drosophila C virus, susceptibility/resistance of Drosoph- 
ila melanogaster, 1289 
Drosophila melanogaster 
abnormal oocyte (abo) gene, 615 
alcohol dehydrogenase gene expression, effects of 
transposable element insertion, 667 
expression of additive genetic variation under stress, 
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gene expression during aging in adult Drosophila mela- 
nogaster, 549 

germline mosaics of Polycomb group, 231 

heterochromatic and euchromatic gene activity in, 
cis-effects of heterochromatin, 1033 

hitchhiking effect on site frequency spectrum of DNA 
polymorphisms in, 783 

homeotic target genes, 573 

latitudinal cline in body size, 659 

ms(3)K81, paternal effect gene, 219 

ovary follicle cell differentiation, /fs(1)Yb and Notch 
gene interactions, 207 

regulatory elements of homeotic gene Sex combs re- 
duced (Scr), 557 

regulatory regions of proboscipedia homeotic gene, 643 

Suppressor of fused [su(fu)] gene, 587 

Suppressor 2 of zeste complex [su(z)2-C], 139 

susceptibility/resistance to Drosophila C virus, 1289 

trans-inactivation of brown gene, 193 


Effective population size 
estimation, Metropolis-Hastings sampling, 1421 
partially sib-mated population, 357 
Embryogenesis, ms(3)K81, paternal effect gene of Dro- 
sophila melanogaster, 219 
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expression of additive genetic variation under stress 
in Drosophila melanogaster, 1149 
latitudinal cline in body size of Drosophila melanogaster, 
659 
programmed heritable change in rgene expression 
using temperature and light at specific develop- 
mental stages in maize seedlings, 1379 
Escherichia coli 
allelic diversity at hsd locus in Escherichia coli, 1187 
CpG monotonous runs, genetic instability, 897 
DNA gyrase-mediated oxolinic acid-induced illegiti- 
mate recombination in, 889 
rec] suppression by alterations in DNA helicases, 27 
short-patch reverse transcription, 909 
Evolution 
linkage and limits to natural selection, 821 
Srelated genes of Brassica self-incompatibiity system, 
1099 
Exonucleases, in recombinagenic mismatch repair of 
UV-irradiated DNA, 1175 


Fimbrin, fimbrin-actin binding interaction in Saccharo- 
myces cerevisiae, 91 

Fingerprints, Galton and identification by fingerprints 
(Perspectives) , 957 

Fisher's exact test, detection of linkage disequilibrium 
in sequences, 377 

Fitness 

fitness of mtDNA in Drosophila pseudoobscura vs. D. 

psersimilis, 537 


quantitative traits, association with heterozygosity, in 
Scots pine, 755 
Flowering plants, molecular evolution of plant MADS- 
Box regulatory gene family, 345 
5-Fluoroindole, resistance, tryptophan synthase beta 
subunit mutants in Arabidopsis thaliana, 303 
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tives), 957 
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abnormal oocyte (abo) gene of Drosophila melanogaster, 
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alcohol dehydrogenase gene expression in Drosophila 
melanogaster, effects of transposable element in- 
sertion, 667 

allelic diversity at hsd locus in Escherichia coli, 1187 

analysis of bulge, argos and soba genes of Drosophila, 
629 

ARE, a2 repression in Saccharomyces cerevisiae, 79 

Caenorhabditis elegans neurotransmitter genes, 527 

ccSod1 and ccSod2 genes in Ceratitis capitata, 697 

cdc2 and other genes in meiosis in Schizosaccharomyces 
pombe, 1235 

conservation of transinactivation of brown gene in 
Drosophila, 193 

ELM genes and pseudohyphal differentiation in Sac- 
charomyces cerevisiae, 1259 

fs(1)Yband Notch interactions, ovary follicle cell differ- 
entiation, 207 

gene expression during aging in adult Drosophila mela- 
nogaster, 549 

germline mosaics of Polycomb group of Drosophila 
melanogaster, 231 

heterochromatic and euchromatic gene activity in 
Drosophila melanogaster, 1033 

homeotic target genes of Drosophila melanogaster, 573 

KRB1, second copy of RPL4B on fragment of chromo- 
some XII, 129 

lethal-gene allelism in Drosophila subobscura coloniz- 
ing America, 1297 

MADS-Box regulatory gene family of flowering 
plants, molecular evolution, 345 

mat genes in karyogamy, meiosis, and sporulation in 
Podospora anserina, 493 

modifiers of Deformed (Def) function in Drosophila, 
1339 

ms(3)K81, paternal effect gene of Drosophila melanogas- 
ter, 219 

nucleotide sequence and gene organization of Albina- 
ria coerulea mitochondrial genome, 1353 

nucleotide sequence and gene organization of 
Asterina pectinifera mitochondrial genome, 1047 

nucleotide variation at vermilion locus in geographi- 
cally diverse Drosophila melanogaster and D. sim- 
ulans populations, 1019 
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ornithine decarboxylase gene of Caenorhabditis ele- 
gans, 517 
paramutation of maize b gene, sequences required 
for, 1389 
polygenes and selection for gene conversion frequen- 
cies in Ascobolus immersus, 1277 
programmed heritable change in rgene expression 
using temperature and light at specific develop- 
mental stages in maize seedlings, 1379 
rad52-20 suppression by RAD] and MAT, 115 
rec] suppression by alterations in DNA helicases, 27 
regulatory regions of proboscipedia homeotic gene, 
sensitivity to chromosome pairing, 643 
REV dependency of rad mutators in Saccharomyces cere- 
visiae, 443 
ribosomal RNA multigene loci in wheat, 1367 
role of RAD genes in recombination repair between 
repeated sequences in yeast, 1199 
RTMI1 (resistance to toxic molasses), new telomeric 
yeast gene, 945 
sckI (suppressor of loss of cAMP-dependent protein 
kinase activity) gene, 457 
second superoxide dismutase (Sod) gene in Ceratitis 
capitata, 697 
Sex combs reduced (Scr), regulatory elements, 557 
SIN4 regulation of HIS4 expression in Saccharomyces 
cerevisiae, 103 
SIN4-RGRI complex in chromatin organization and 
transcriptional regulation in Saccharomyces cerevis- 
iae, 47 
Srelated genes of Brassica self-incompatibiity system, 
1099 
5S RNA genes, intraspecific and intraspecific varia- 
tion, 325 
Suppressor 2 of zeste complex [su(z)2-C] of Drosophila mela- 
nogaster, 139 
synonymous substitution rates in enterobacteria, 
1407 
Genome 
autosomal genetic linkage map of sheep genome, 703 
mitochondrial 
nucleotide sequence and gene organization of Albi- 
naria coerulea, 1353 
nucleotide sequence and gene organization of 
Asterina pectinifera, 1047 
phylogenetic analysis of mitochondrial genomes 
from Leber hereditary optic neuropathy, 285 
Genotype 
spatial distributions of genotypes under isolation by 
distance, 1431 
spatial structure of two-locus genotypes under isola- 
tion by distance, 365 
Germline, germline mosaics of Polycomb group of Dro- 
sophila melanogaster, 231 
Glycine catabolism, Saccharomyces cerevisiae, 1213 
Glycine decarboxylase multienzyme complex, Saccharo- 
myces cerevisiae, 1213 


Growth and development 

latitudinal cline in body size of Drosophila melanogaster, 
659 

molecular evolution of plant MADS-Box regulatory 
gene family, 345 

ornithine decarboxylase gene of Caenorhabditis ele- 
gans, 517 

suppression of ymel rho® slow growth in Saccharomyces 
cerevisiae, 435 


Haldane’s rule, dominance theory, 389 
Haplotype 
geographic distribution of mtDNA haplotypes in Am- 
blystoma tigrinum, cladistic analysis, 767 
mitochondrial DNA haplotype diversity, in Ngébé 
Amerinds of Panama, 275 
Hardy-Weinberg proportions, 1413 
Helicase (s) 
alterations, rec] suppression, 27 
in recombinagenic mismatch repair of UV-irradiated 
DNA, 1175 
Heterochromatin 
cis-effects on heterochromatic and euchromatic gene 
activity in Drosophila melanogaster, 1033 
distance effect, behavior of brown?°™™™ (bw?) het- 
erochromatic element in Drosophila, 1007 
Heterosis 
genetic basis in rice, dominance complementation, 
745 
interval mapping of heterosis viability loci in Arabi- 
dopsis, 1105 
Heterozygosity 
association of fitness traits, in Scots pine, 755 
mating-type, suppression of rad52-20, 115 
Heterozygote deficiency, 1413 
Hitchhiking 
effect on site frequency spectrum of DNA polymor- 
phisms in Drosophila, 783 
limits to natural selection, 821 
Hybrids 
genetic basis of heterosis in rice, dominance comple- 
mentation, 745 
Haldane’s rule, 389 
Odysseus locus of hybrid-male sterility in Drosophila, 201 


Identity by descent, multilocus model for linkage analy- 
sis of complex traits, 843 
Inactivation, conservation of transinactivation of brown 
gene in Drosophila, 193 
Inbreeding 
relationship between mating system and Lyt element 
abundance in (letter), 418 
transposable elements in inbreeding and outbreed- 
ing populations (letter), 415 
Inbreeding coefficient, recurrence equation for in- 
breeding coefficient for partially sib-mated pop- 
ulation, 357 
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Incompatibility 
cytoplasmic incompatibility in Drosophila sechellia and 
D. mauritiana, 1307 
cytoplasmic incompatibility in Drosophila simulans, 
1319 
Infinite allele model, microsatellite variation in Apis mel- 
lifera populations, 679 
Instability, CoG monotonous runs and frameshift muta- 
tions in Escherichia coli, 897 
Isolation bv distance 
spatial distributions of genotypes under, 1431 
spatial structure of two-locus genotypes under isola- 
tion by distance, 365 
I statistics, spatial structure of two-locus genotypes un- 
der isolation by distance, 365 


Join-count statistics, spatial structure of two-locus geno- 
types under isolation by distance, 365 


Karyogamy, in Podospora anserina, mat genes in, 493 
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Lateral inhibition, 629 
Leber hereditary optic neuropathy, phylogenetic analy- 
sis of mitochondrial genomes, 285 
Light exposure 
programmed heritable change in rgene expression 
using temperature and light at specific develop- 
mental stages in maize seedlings, 1379 
radiation-sensitive mutants of Arabidopsis thaliana, 725 
Linkage 
autosomal genetic linkage map of sheep genome, 703 
detection of linkage disequilibrium in sequences, 377 
limits to natural selection, 821 
LODs past and present (Perspectives), 7 
Linkage analysis, multilocus model for linkage analysis 
of complex traits, 843 
LOD (logarithm of odds), past and present (Perspec- 
tives), 7 
Lycopersicon spp. 
relationship between mating system and Lyt element 
abundance in (letter), 418 
transposable elements in inbreeding and outbreed- 
ing populations (letter), 415 


Magnaporthe grisea, telomere mapping, 479 
Maize 


homologous transcripts encoded by MuDR transpos- 
able element, 1087 

Mu! insertional specificity, 315 

Mutator transposable element system, 315 

paramutation of maize b gene, sequences required 
for, 1389 

programmed heritable change in rgene expression 
using temperature and light at specific develop- 
mental stages in maize seedlings, 1379 


Mapping 
autosomal genetic linkage map of sheep genome, 703 
deletion mapping of heterochromatin in Drosophila 
melanogaster, 1033 
heterozygosity mapping of mouse Wheels mutation, 245 
interval mapping of heterosis viability loci in Arabi- 
dopsis, 1105 
interval mapping of QTL employing correlated trait 
complexes, 1137 
mapping QTL on multiple traits, 1111 
Odysseus locus of hybrid-male sterility in Drosophila, 
201 
ornithine decarboxylase gene of Caenorhabditis ele- 
gans, 517 
sequences required for paramutation of maize } 
gene, 1389 
telomeres, in Magnaporthe grisea, 479 
Mating type, mat genes in karyogamy, meiosis, and spor- 
ulation in Podospora anserina, 493 
McClintock, Barbara, Cold Spring Harbor Symposium 
(1951) (Perspectives), 1161 
Meiosis 
-induced double-strand DNA breaks in Saccharomyces 
cerevisiae, 55 
in Podospora anserina, mat genes in, 493 
Saccharomyces cerevisiae, B-type cyclins for, 957 
Schizosaccharomyces pombe, cdc2 and other genes in, 
1235 
Metropolis-Hastings sampling, effective population size 
times mutation rate per site, 1421 
Mice 
agouti protein activity assay, 267 
agouti recessive mutations, 255 
heterozygosity mapping of mouse Wheels mutation, 
245 
mouse TgN(Imusd)370Rpw tail mutation, 1061 
Mismatch repair (MMR) 
recombinagenic mismatch repair of UV-irradiated 
DNA, 1175 
T4 DNA polymerase in, 13 
Mitochondria 
mitochondrial DNA. See also DNA, mitochondrial 
mitochondrial DNA haplotype diversity, in Ngdbé 
Amerinds of Panama, 275 
phylogenetic analysis of mitochondrial genomes 
from Leber hereditary optic neuropathy, 285 
suppression of ymel rho° slow growth in Saccharomyces 
cerevisiae by mutations in mitochondrial ATP syn- 
thase gamma subunit, 435 
Mitosis, Saccharomyces cerevisiae, B-type cyclins for, 957 
Models/ modeling 
effect of adaptive mutagenesis on genetic variation 
at a linked, neutral locus, 1129 
frequency of homologous recombination, depen- 
dence on homology length, 797 
hitchhiking effect on site frequency spectrum of DNA 
polymorphisms in Drosophila, 783 
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mapping QTL on multiple traits, 1111 
microsatellite variation in Apis mellifera populations, 
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multilocus model for linkage analysis of complex 
traits, 843 
spatial distributions of genotypes under isolation by 
distance, 1431 
spatial structure of two-locus genotypes under isola- 
tion by distance, 365 
Moran’s I statistics. See I statistics 
Mutagenesis 
adaptive, effect on genetic variation at a linked, neu- 
tral locus, 1129 
DNA synthesis errors in recombinational repair of 
double-strand breaks in Saccharomyces cerevisiae, 
965 
ornithine decarboxylase gene of Caenorhabditis ele- 
gans, 517 
Mutants 
Caenorhabditis elegans, resistance to acetylcholinester- 
ase inhibitors, 527 
positive selection for cold-sensitive myosin heavy 
chain mutants in Dictyostelium, 505 
radiation-sensitive mutants of Arabidopsis thaliana, 725 
tryptophan synthase beta subunit mutants in Arabi- 
dopsis thaliana, 303 
vanadate-resistant mutants of Saccharomyces cerevisiae, 
protein glycosylation, sporulation and detergent 
resistance, 933 
yeast morphologic mutants, 1259 
Mutation 
abnormal oocyte (abo) gene of Drosophila melanogaster, 
615 
agouti protein activity assay, 267 
agouti recessive mutations, 255 
bacteriophage @X174 mutations affecting morpho- 
genesis of 50S complex, 1167 
carboxy-terminal repeat domain (CTD), of RNA poly- 
merase II, 1223 
CpG monotonous runs and frameshift mutations in 
Escherichia coli, 897 
effective population size times mutation rate per site, 
Metropolis-Hastings sampling, 1421 
heterozygosity mapping of mouse Wheels mutation, 
245 
inversions with deletions and duplications, 411 
M26 mutation in Schizosaccharomyces pombe, 469 
mouse TgN(Imusd)370Rpw tail mutation, 1061 
Mu! insertional specificity in low copy number DNA, 
315 
phylogenetic analysis of mitochondrial genomes 
from Leber hereditary optic neuropathy, 285 
Polycomb group, germline mosaics, 231 
REV dependency of rad mutators in Saccharomyces cere- 
visiae, 443 
suppression of ymel rho® slow growth in Saccharomyces 
cerevisiae, 435 
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Suppressor 2 of zeste complex [su(z)2-C] of Drosophila mela- 
nogaster, 139 
Myosin, positive selection for cold-sensitive myosin 
heavy chain mutants in Dictyostelium, 505 


Neurotransmission, in Caenorhabditis elegans, 527 
Ngébé Amerinds, mtDNA haplotype diversity, 275 
Nucleolus organizing regions (NORs), wheat, 1367 


Oogenesis, fs(1)Yb in Drosophila, 207 

Ornithine decarboxylase, Caenorhabditis elegans, 517 

Orr’s multiplicative model, 389 

Orthovanadate, 933 

Ovary, follicle cell differentiation, fs(1)Yb and Notch 
gene interactions, 207 

Oxolinic acid, -induced illegitimate recombination, 
lambda bio transducing phage produced by, 889 
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maize b gene, sequences required for, 1389 
programmed heritable change in r-gene expression 
using temperature and light at specific develop- 
mental stages in maize seedlings, 1379 
Perspectives 
Galton and identification by fingerprints, 857 
LODs past and present, 7 
quarreling geneticists and a diplomat, 421 
two genes, no enzyme: second look at Barbara 
McClintock and 1951 Cold Spring Harbor Syn- 
posium, 1161 
Phenotype 
cladistic analysis of phenotypes, Alzheimer’s disease 
and apolipoprotein E, 403 
mouse TgN(Jmusd)370Rpw tail mutation, 1061 
Plasmids, Erf-mediated plasmid transduction, 427 
Podospora anserina, mat genes in karyogamy, meiosis, and 
sporulation in, 493 
Polygenes, selection for gene conversion frequencies in 
Ascobolus immersus, 1277 
Polymorphism 
detection of linkage disequilibrium in sequences, 377 
hitchhiking effect on site frequency spectrum of DNA 
polymorphisms in Drosophila, 783 
restriction fragment length. See Restriction fragment 
length polymorphism 
Population 
effective population size, Metropolis-Hastings sam- 
pling, 1421 
lethal-gene allelism in Drosophila subobscura coloniz- 
ing America, 1297 
linkage and limits to natural selection, 821 
microsatellite variation in Apis mellifera populations, 
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cally diverse Drosophila melanogaster and D. sim- 
ulans populations, 1019 
population structure in Clarkia dudleyana, compari- 
son of population differentiation (Fr) between 
allozymes and morphological traits, 733 
recurrence equation for inbreeding coefficient for 
partially sib-mated population, 357 
separating population structure from population his- 
tory, cladistic analysis of geographic distribution 
of mtDNA haplotypes in Amblystoma tigrinum, 767 
spatial distributions of genotypes under isolation by 
distance, 1431 
spatial structure of two-locus genotypes under isola- 
tion by distance, 365 
testing heterozygote excess and deficiency, 1413 
Position effect variegation (PEV) 
conservation of transinactivation of brown gene in 
Drosophila, 193 
heterochromatic and euchromatic gene activity in 
Drosophila melanogaster, 1033 
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agouti protein activity assay, 267 
ribosomal protein RPS28 and translational accuracy 
in Saccharomyces cerevisiae, 1247 
Protein glycosylation, vanadate-resistant mutants of Sac- 
charomyces cerevisiae, 933 


Quantitative trait loci (QTL) 
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sis of heterosis in rice, 745 
interval mapping of QTL employing correlated trait 
complexes, 1137 
mapping QTL on multiple traits, 1111 
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imate variance of nucleotide divergence between 
two sequences estimated from restriction frag- 
ment data (letter), 1443 
RecBCD, in recombinagenic mismatch repair of UV- 
irradiated DNA, 1175 
RecF, in recombinagenic mismatch repair of UV-irradi- 
ated DNA, 1175 
Recombination 
DNA gyrase-mediated oxolinic acid-induced illegiti- 
mate recombination in Escherichia coli, 889 
frequency of homologous recombination, depen- 
dence on homology length, 797 

homologous recombination and DNA integration 
and rearrangements in Ashbya gossypii, 973 

IS 10-stimulated recombination, 861 

marker-dependent recombination in T4 bacterio- 
phage, T4 DNA polymerase in, 13 

meiosis-induced double-strand DNA breaks in Sac- 
charomyces cerevisiae, 55 

M26 recombination hot spot in Schizosaccharomyces 
pombe, 469 


rec] suppression by alterations in DNA helicases, 27 


recombinagenic mismatch repair of UV-irradiated 
DNA, 1175 
recombination of Ty elements in yeast, double-strand 
break and, 67 
between repeated sequences in yeast, role of DNA 
repair genes, 1199 
Restriction fragment length polymorphism, telomere 
mapping in Magnaporthe grisea, 479 
Retrotransposons, recombination of Ty elements in- 
duced by double-strand break, 67 
RNA 
ribosomal, multigene loci in wheat, 1367 
5S RNA genes, intraspecific and intraspecific varia- 
tion, 325 
RNA polymerase II 
Drosophila, carboxy-terminal repeat domain (CTD) 
function, 599 
yeast, carboxy-terminal repeat domain (CTD) muta- 
tions, 1223 


Saccharomyces cerevisiae 
complexity of interaction between RAD52 and SRS2 
(letter), 1441 
DNA double-strand break repair, DNA synthesis er- 
rors in, 965 
fimbrin-actin binding interaction in, genetic analysis, 
91 
genes required for a2 repression, 79 
glycine catabolism, 1213 
KRB1, second copy of RPL4B on fragment of chromo- 
some XII, 129 
meiosis, B-type cyclins for, 957 
meiosis-induced double-strand DNA breaks in, 55 
mitosis, B-type cyclins for, 957 
mutational analysis for morphologic differentiation, 
1259 
pseudohyphal differentiation and ELM genes, 1259 
rad52-20 suppression by RADI and MAT, 115 
recombination of Ty elements in, double-strand 
break and, 67 
REV dependency of rad mutators in, 443 
SCH9 kinase, 457 
SIN4 regulation of HIS4 expression, 103 
SIN4-RGRI complex in chromatin organization and 
transcriptional regulation, 47 
suppression of ymel rho° slow growth in, 435 
translational accuracy and ribosomal protein RPS28, 
1247 
vanadate-resistant mutants, protein glycosylation, 
sporulation and detergent resistance, 933 
Schizosaccharomyces pombe 
meiosis, cde2 and other genes in, 1235 
M26 recombination hot spot, 469 
sckI (suppressor of loss of cAMP-dependent protein 
kinase activity) gene, 457 
50S complex, morphogenesis, bacteriophage #X174 
mutations affecting, 1167 
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Screening studies, modifiers of Deformed (Def) function 
in Drosophila, 1339 
Selection 
natural, limits, 821 
polygenes and selection for gene conversion frequen- 
cies in Ascobolus immersus, 1277 
positive selection for cold-sensitive myosin heavy 
chain mutants in Dictyostelium, 505 
for translational efficiency, synonymous substitution 
rates in enterobacteria, 1407 
Self-incompatibility system, Brassica, Srelated genes, 
1099 
Serine biosynthesis, Saccharomyces cerevisiae, 1213 
Sexual isolation, sequence divergence in Bacillus trans- 
formation and, 917 
Sheep, autosomal genetic linkage map of sheep ge- 
nome, 703 
Signal transduction, Suppressor of fused [su(fu)] gene, 587 
Solanum spp., relationship between mating system and 
Lyt element abundance in (letter), 418 
Spatial autocorrelation analysis, patterns of DNA diver- 
sity, 811 
Sporulation 
in Podospora anserina, mat genes in, 493 
vanadate-resistant mutants of Saccharomyces cerevisiae, 
933 
Stepwise mutation model, microsatellite variation in 
Apis mellifera populations, 679 
Sterility, Odysseus locus of hybrid-male sterility in Dro- 
sophila, 201 
Stress, expression of additive genetic variation under 
stress in Drosophila melanogaster, 1149 
Superoxide dismutase, ccSod] and ccSod2 genes in Cerati- 
tis capitata, 697 
Synaptic transmission, in Caenorhabditis elegans, 527 


Telomere(s), mapping, in Magnaporthe grisea, 479 
Temperature 
latitudinal cline in body size of Drosophila melanogaster, 
659 
programmed heritable change in rgene expression 
using temperature and light at specific develop- 
mental stages in maize seedlings, 1379 
Tetrahymena thermophila, conjugation in, effect of nulli- 
somic chromosome deficiencies, 989 
Transcription 
carboxy-terminal domain (CTD) of RNA polymerase 
II in, 1223 
paramutation. See Paramutation 
regulation, yeast SIN4-RGR1 complex in, 47 
regulation of HIS4 expression by Saccharomyces cerevis- 
iae SIN4, 103 
a2 repression in Saccharomyces cerevisiae, 79 
Rho-dependent transcription terminators in nin re- 
gion of bacteriophage lambda, 875 
short-patch reverse transcription in E. coli, 909 


Transduction, Erf recombinase in bacteriophage P22- 
mediated plasmid transduction, 427 
Transformation 
genotypic, maternal, and grand maternal effects of 
immobilized derivatives of transposable element 
mariner, 183 
sexual isolation and sequence divergence in Bacillus 
transformation, 917 
Translation 
ribosomal protein RPS28 and translational accuracy 
in Saccharomyces cerevisiae, 1247 
selection for translational efficiency, synonymous 
substitution rates in enterobacteria, 1407 
Transposable element 
insertional effects on Adh gene expression in Drosoph- 
ila melanogaster, 667 
mariner, genotypic, maternal, and grand maternal ef- 
fects of immobilized derivatives of, 183 
MuDR, homologous transcripts encoded by, 1087 
Mu1 insertional specificity in low copy number DNA, 
315 
transposable elements in inbreeding and outbreed- 
ing populations (letter), 415 
Transposition, intermoleclar transposition of IS/0 and 
homologous recombination, 861 
Tree, Scots pine, heterozygosity and fitness, 755 
Tryptophan synthase beta subunit, mutants, in Arabr- 
dopsis thaliana, 303 


Visual system, phylogenetic analysis of mitochondrial 
genomes from Leber hereditary optic neuropa- 
thy, 285 


Weaver, Warren, quarreling geneticists and a diplomat 
(Perspectives), 421 
Wheat 
chromatid and chromosome type breakage-fusion- 
bridge cycles, 1069 
intraspecific and intraspecific variation in 5S RNA 
genes, 325 
ribosomal RNA multigene loci in wheat, 1367 
Wolbachia infection 
cytoplasmic incompatibility in Drosophila sechellia and 
D. mauritiana, 1307 
cytoplasmic incompatibility in Drosophila simulans, 
1319 


Xchromosome, effect on hybrid inviability/ sterility, 389 


Yeast. See also Saccharomyces cerevisiae 
genetic control of recombinational between repeated 
sequences, 1199 
RNA polymerase II CTD deletion and substitution 
mutations, construction and analysis, 1223 
RTM1 (resistance to toxic molasses) gene, 945 
Schizosaccharomyces pombe. See Schizosaccharomyces pombe 
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